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1. .999 

/organism="Oryza sativa" 

/mol_type="mRNA" 

/db_xref="taxon:4530" 

1. .999 

/gene="EXPB2" 

70. .855 

/gene="EXPB2" 

/note="cell wall loosening protein" 
/codon_start=l 
/product="beta-expansin" 
/protein_id="AAB61710 . 1" 
/db_xref="GI ; 2224 915" 

/translation="MAGASAKWAMLLSVLATYGFAAGWYTND*LPAKATWYGQPNG 
AGPDDNGGACGFKNTNQYPFMSMTSCGNEPLFQDGKGCGACYQIRCTNNPSCSGQPRT 
VIITDMNYYPVARYHFDLSGTAFGAMARPGLNDQLRHAGIIDIQFRRVPCYHRGLYVN 
FHVEAGSNPVYLAVLVEFANKDGTWQLDVMESLPSGKPTRVWTPMRRSWGSIWRLDA 
NHRLQGPXSLRMVSESGQTVIAHQVIPANWRANTNYGSKVQFR" 
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Qy 


1 


MetAlaGlyAlaSerAlaLysValValAlaMetLeuLeuSerValLeuAlaThrTyrGly 


20 






! i 1 1 M iVl 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i } 1 1 1 1 1 i 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1' 
1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 > 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


70 


ATGGCTGGGGCCTCTGCCAAGGTCGTCGCGATGCTGCTCTCCGTGCTCGCCACGTACGGC 


129 


Qy 


21 


PheAlaAlaGlyValValTyrThrAsnAspTrpLeuProAlaLysAlaThrTrpTyrGlv 


40 [ 


Db 
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1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 { 1 1 1 1 1 M i 1 J 1 1 1 1 1 1 1 1 
TTCGCCGCCGGCGTCGTCTACACCAACGACTGGCTCCCGGCCAAGGCCACCTGGTACGGC 


189 


Qy 


41 


GlnProAsnGlvAlaGlvProAspAspAsnGlvGlyAlaCvsGlvPheLvsAsnThrAsn 


60 
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Db 


190 


CAGCCCAACGGCGCCGGACCCGACGACAACGGCGGTGCGTGCGGGTTCAAGAACACCAAC 


249 


Qy 


61 


GlnTyrProPheMetSerMetThrSerCysGlyAsnGluProLeuPheGlnAspGlyLys 


80 
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Db 


250 


CAGTACCCGTTCATGTCCATGACCTCCTGCGGCAACGAGCCTCTGTTCCAGGACGGCAAG 


309 


Qy 


81 


GlyCysGlyAlaCysTyrGlnlleArgCysThrAsnAsnProSerCysSerGlyGlnPro 


100 
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Db 


310 


GGCTGTGGCGCCTGCTACCAGATACGGTGCACCAACAACCCGTCGTGCTCCGGGr.Zicr:cG--3&9*. 
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101 


ArgThrValllelleThrAspMetAsnTyrTyrProValAlaArgTyrHisPheAspLeu 
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Qy 


121 


S^U^lyThrAlaPheGlyA'laMetAlaArgProGlyLeuAsnAspGlnLeuArgHisAla 


140 
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AG\-»GCjL.ACCjGCGi iL-GtrUGCCAl CjVjC^ljAGbv^UCjtrtTVjC^ i (jAAuGAUUAtrL. iCCGCCACGCC 


>l Q O 


Qy 


141 


GlyllelleAspIleGlnPheArgArgValProCysTyrHisArgGlyLeuTyrValAsn 


160 
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Db 


490 


GGCATCATCGACATCCAGTTCAGGCGCGTCCCGTGCTACCACCGCGGCCTCTACGTGAAC 


549 


Qy 


161 


PheHisValGluAlaGlySerAsnProValTyrLeuAlaValLeuValGluPheAlaAsn 


180 
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Db 


550 


TTCCACGTCGAGGCCGGGTCCAACCCGGTGTACCTCGCCGTGCTGGTGGAGTTCGCCAAC 


609 


Qy 


181 


LysAspGlyThrValValGlnLeuAspValMetGluSerLeuProSerGlyLysProThr 


200 
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Db 


610 


AAGGACGGCACGGTGGTGCAGCTCGACGTCATGGAGTCGCTCCCCAGCGGCAAGCCGACG 


669 


Qy 


201 


ArgValTrpThrProMetArgArgSerTrpGlySerlleTrpArgLeuAspAlaAsnHis 


220 






1 1 1 1 1 II II 1 1 1 1 1 1 1 1 II II II 1 1 1 1 II 1 1 1 1 n 1 II II II 1 1 1 1 II 1 1 1 1 II 1 1 1 t 1 1 




Db 


670 


CGGGTCTGGACGCCCATGCGCCGCTCCTGGGGATCCATCTGGCGCCTCGACGCCAACCAC 


729 


Qy 


221 


ArgLeuGlnGlyPro***SerLeuArgMetValSerGluSerGlyGlnThrValIleAla 


240 
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Db 


730 


CGCCTCCAGGGCCCCTTMTCCCTCCGCATGGTCAGCGAGTCCGGCCAGACCGTCATCGCC 


789 


Qy 


241 


HisGlnVallleProAlaAsnTrpArgAlaAsnThrAsnTyrGlySerLysValGlnPhe 


260 
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Db 


790 


CACCAGGTCATCCCGGCCAACTGGAGGGCCAACACCAACTACGGCTCCAAAGTCCAGTTC 


849 


Qy 


261 


Arg 261 

III 




Db 


850 


CGT 852 
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